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were mixed with 100 μL of UA buffer containing 50 mM iodoacetamide and incubated in the dark for 20 min. After the next centrifugation step, the samples were washed three times with 100 μL UA buffer and three times with 100 μL of 50 mM NaHCO3. Trypsin (sequencing grade, Promega) was added onto the filter and the mixture was incubated for 18 h at 37°C. The tryptic peptides were finally eluted by centrifugation followed by two additional elutions with 50 μL of 50 mM NaHCO3. Resulting peptides were extracted into LC-MS vials by 2.5% formic acid (FA) in 50% acetonitrile (ACN) and 100% ACN with addition of polyethylene glycol (final concentration 0.001%) 2 and concentrated in a SpeedVac concentrator (Thermo Fisher Scientific).
LC-MS/MS analysis of peptides
LC-MS/MS analyses of peptide mixtures were done using RSLCnano system connected to
Orbitrap Elite hybrid spectrometer (Thermo Fisher Scientific). Prior to LC separation, tryptic digests were online concentrated and desalted using trapping column (100 μm × 30 mm) filled The isolation window for MS/MS fragmentation was set to 2 m/z.
The analysis of the mass spectrometric RAW data files was carried out using the Proteome 
